

means foi determining positions of said plurality of partial sequences related to 
each one of said Afferent DNA nucleotide sequences, each of said plurality of different 
partial sequences being extracted from different exons; 

means for selecting a plurality of different partial sequences from said plurality 
of partial sequences based on results of said means for determining; 

means for determining a plurality of pairs of primers for each of said plurality of 
different partial sequences\and 

means for automatically collating said plurality of pairs of primers with genetic 
functions related to said different DNA nucleotide sequences respectively. 



A storage medium having recorded thereon a program executable at a control unit in a 
computenwith memory recording data on a plurality of different DNA nucleotide 
sequences of human genomes, said program comprising instructions 

for reading data on a plurality of different DNA nucleotide sequences in said 
memory, 

for extracting a plurality of partial sequences meeting extraction conditions from 
said plurality ondifferent DNA nucleotide sequences and the data on said plurality of 
different DNA nucleotide sequences, wherein said extraction conditions including a 
predetermined base length, 

for determining positions of said plurality of partial sequences related to each one 
of said different DNA nucleotide sequences, each of said plurality of different partial 
sequences being extracted from different exons, 

for selecting \ plurality of different partial sequences from results of the 
determining step, and 

for determining a\plurality pairs of primers for each of said plurality of different 
partial sequences, and 

for automatically collating said plurality of pairs of primers with genetic functions 
related to said different DNAVmcleotide sequences respectively. 
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8. A method for designing primers, comprising the steps of: 

(a) taking data\on a plurality of different DNA nucleotide sequences from a 
database including a plurality of different DNA nucleotide sequences of human genomes; 

(b) extracting a plurality of partial sequences meeting extraction conditions from 
each of said plurality of different DNA nucleotide sequences based on said data , wherein 
said extraction conditions including a predetermined base length; 

(c) determining positions of said plurality of partial sequences related to each one 
of said plurality of different DNy4 nucjpdfide sequences; 

(d) selecting a plurality o ^different partial sequences from said plurality of partial 
sequences, each of said plurali/ypf different partial sequences being extracted from 
different exons; 

(e) after the step (d), determining a plurality pairs of primers for each of said 
plurality of different partial sequences^ and 

(f) automatically collating said plurality of pairs of primers with genetic functions 
related to said different DNA nucleotide sequences respectively. 




Q^P) 11. A method for designing primers, comprising the steps of 

(a) taking data on a plurality of different DNA nucleotide sequences from a 
database including a plurality of DNA nucleotide sequences of human genomes; 

(b) extracting a plurality ofpartial sequences meeting extraction conditions from 
each of said plurality of different DNA nucleotide sequences based on said data , wherein 
said extraction conditions including ^predetermined base length; 

(c) determining certain conditions related to positions of said plurality ofpartial 
sequences related to each one of said plaralfty of different DNA nucleotide sequences; 

(d) selecting a plurality of different partial sequences from said plurality of partial 
sequences], each of said plurality of /different partial sequences being extracted from 
different exons; 

(e) after the step (d), determining a plurality pairs of primers for each of said 
plurality of different partial sequences; and 

(f) analyzing a sample DNA using as an\ndicator the type of primer affording 
PCR amplified fragments among said plurality of Wimers with a storage medium, 
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wherein said storage ftiedium comprises recorded data on said plurality pairs of 
primers, genetic data on DNA fragments amplified by PCR using said plurality pairs of 
primers, and said plurality oroairs of primers automatically collated with genetic 
functions related to said different^&NA nucleotide sequences. 



A primer design system, comprising: 

means for selecting a plurality of different DNA nucleotide sequences based on 
at least one predetermined genetic function of interest from a database having data on a 
plurality of DNA nucleotide sequences of human genomes; and 

a control unit for controlling the system, said control unit controlling: 

means for extracting a plurality of partial sequences meeting certain base length 
extraction conditions from the plurality of different DNA nucleotide sequences; 

means for determining positions of said plurality of partial sequences related to 
each one of said plurality of different DNA nucleotide sequences; 

means for selecting a plurality of different partial sequences from said plurality 
of partial sequences, eachVof said plurality of different partial sequences being extracted 
from different exons; and \ 

means for determining a plurality pairs of primers for each of said plurality of 
different partial sequences; ana 

means for automatically Vollating said plurality of pairs of primers with said 
genetic functions of interest related to said different DNA nucleotide sequences 
respectively. 



Please add new claims 20-29 as follows: 



20. A primendesign system, comprising: 

means for selecting a plurality of different DNA nucleotide sequences from a 
database including a plurality of DNA nucleotide sequences of human genomes; and 

a control unit for controlling the system, said control unit controlling: 

means for positioning exons associated with genetic functions of interest on the 
plurality of different DNA nucleotide sequences; 

means for ^extracting a plurality of partial sequences from the exons under 
extraction condition^ wherein said extraction conditions, including a predetermined base 
length; 

means for collating positions of said plurality of partial sequences related to each 
of the exons and the genetic functions; 

means for selecting a plurality of different partial sequences from said plurality 
of partial sequences based olp results of said means for collating positions of said plurality 
of partial sequences; 

means for determining\a plurality of pairs of primers for each of said plurality of 
different partial sequences; am 

means for automatically Collating said plurality of pairs of primers with the 
genetic functions and the position^ related to said different DNA nucleotide sequences 
respectively. 



21. 



A primer design system according to\laim 20 further comprising means for selecting the 

exons associated with genetic functiork of interest by at least one of: 

\ / 

(a) meeting a predetermined basesjength; 

(b) predicting with an exoEfpredicuiig program; 



(c) from at least one EST databas 

/ 

(d) from at least one EST database^ 

(e) from at least one protein database and\aving no knowrTprotein function 



aving a SNP potential; j 



/ 



A storage medium having recorded thereon a program executable at a control unit in a 
computer with memory recording data on a plurality of different DNA nucleotide 
sequences of human genomes, said program comprising instructions 

Vor reading data on a plurality of different DNA nucleotide sequences in said 
memory\ 

fonpositioning exons associated with genetic functions of interest on the plurality 
of different DNA nucleotide sequences; 

for extracting a plurality of partial sequences from the exons under extraction 
conditions, wnerein said extraction conditions including a predetermined base length; 

for collating positions of said plurality of partial sequences related to each of the 
exons and the genetic functions; 

for selecting a plurality of different partial sequences from said plurality of partial 
sequences based on results of said means for collating positions of said plurality of partial 
sequences; \ 

for determining a plurality of pairs of primers for each of said plurality of 
different partial sequences; and 

for automatically collating said plurality of pairs of primers with the genetic 
functions and the positions related to said different DNA nucleotide sequences 
respectively. \ 



A storage medium accordin^\to claim 22, wherein said program further comprising 
instructions for selecting the extyis associated wi^fh genetic functions of interest by at 
least one of: 

(a) meeting a predetenninedjja^ejength; 

(b) predicting with an exon precMcting/program; 



(c) from at least one EST databas 



/ 



(d) from at least one EST databas 3 ; and haying a SNP potential; 

(e) from at least one protein datapase and. having no known protein function. 



A method! for designing primers, comprising: 

(a) \selecting a plurality of different DNA nucleotide sequences from a database 
including a plurality of DNA nucleotide sequences of human genomes; 

(b) positioning exons associated with genetic functions of interest on the plurality 
of different DNA nucleotide sequences; 

(c) extracting \ plurality of partial sequences from the exons under extraction 
conditions, wherein saidextraction conditions including a predetermined base length; 




(d) collating positions ofsaui plurality of partial sequences related to each of the 
exons and the genetic functions; 



(e) selecting a plural/ty 
sequences based on results of sail 
sequences; 



'erent 



partial sequences from said plurality of partial 
!eans for collating positions of said plurality of partial 



(f) determining a plurality of p\airs of primers for each of said plurality of different 
partial sequences; and 

(g) automatically collating said plurality of pairs of primers with the genetic 
functions and the positions related to Isaid different DNA nucleotide sequences 
respectively. 



/ 

A method for designing primers according to claim 24 further comprising selecting the 
exons associated withNgenetic functions of interest by at least one of: 

(a) meeting a predetermined base length; 

(b) predicting with\an exon predicting program; 



/. 



/ 



(c) from at least one^EST database; 

(d) from at least c^el^T/^iataTja^e and having a SNP potential; 

(e) from at least one protein databas\and having no known protein function. 



A method for designing primers, co 



(a) selecting a plurality of different DNA nucleotide sequences from a database 
including a plurality of DNA nucleotide sequences of human genomes; 



/ 



(b) positioning exons associated with genetic functions of interest on the plurality 



of different DNA nucleotide sequences; 



(c) extracting a plurality of partial sequences from the exons under extraction 
conditions, wherein\aid extraction conditions including a predetermined base length; 

(d) collating positions of said plurality of partial sequences related to each of the 

exons and the genetic functions; / 

\ t 
\ i 

(e) selecting a plurality of different partial sequences from said plurality of partial 
sequences based on results of said means for collating positions of said plurality of partial 
sequences; 

(f) determining a plurality qf pairs of primers for each of said plurality of different 
partial sequences; and 

(f) analyzing a sample DNA using as an indicator the type of primer affording 



PCR amplified fragments 



ality of primers with a storage medium. 



wherein said storage medium ;omprises recorded data on said plurality pairs of 
primers, genetic data on DNA fragme its amplified bfy PCR using said plurality pairs of 
primers, and said plurality of pairs of piimers/automatically collated with genetic 



functions related to said different DNA 



ieotide sequences 



A method for designing primers according to claim 26 further comprising selecting the 
exons associated with genetic functionsjof interest b\ at least one of: 

(a) meeting a predetermined base length; 

(b) predicting with an exon predicting program; 

(c) from at least one EST database; 

(d) from at least one EST database and having a SNP potential; 

(e) from at least one protein database and having no knownWotein function 



A primer design system, coWrisin^: 

It 



means for selecting a plurality of different DNA nucleotide sequences based on 

function of interest from a database having data on a 



at least one predetermined gene 
plurality of DNA nucleotide se 




s of human genomes; and 
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a control unit for controlling the system, said control unit controlling: 

means Ifor positioning exons associated with the genetic function of interest on 
the plurality oAdifferent DNA nucleotide sequences; 

means for extracting a plurality of partial sequences from the exons under 
extraction conditions, wherein said extraction conditions including a predetermined base 
length; \ 

means for collating positions of said plurality of partial sequences related to each 
of the exons and the genetic functions; 

means for selecting a plurality of different partial sequences from said plurality 
of partial sequences baseti on results of said means for collating positions of said plurality 
of partial sequences; \ 

means for determining a plurality of pairs of primers for each of said plurality of 
different partial sequences; and , 

means for automaticaMly^collating said plurality of pairs of primers with the 
genetic functions and the positions related to said different DNA nucleotide sequences 
respectively. / \^-^ 

A primer design system according to claim 28 further comprising means for selecting the 
exons associated with the genetic function of interest by at least one of: 

(a) meeting a predetermined base length; 

(b) predicting with an exon predicting program; 

(c) from at least one EST database\ 

(d) from at least one EST database and having a SNP potential; 

(e) from at least one protein database ahd having no known protein function. 



